Key indicators: single-crystal X-ray study; T = 277 K; mean (C-C) = 0.005 Å; disorder in solvent or counterion; R factor = 0.067; wR factor = 0.171; data-toparameter ratio = 16.7.
Related literature
For the biological activity of the oxadiazole unit, see : Chen et al. (2000) ; Sun et al. Table 1 Hydrogen-bond geometry (Å , ). Data collection: CrystalClear (Pflugrath, 1999 ); cell refinement: CrystalClear; data reduction: CrystalClear; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) ; software used to prepare material for publication: WinGX (Farrugia, 2012) and publCIF (Westrip, 2010).
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Experimental
1,10-Phenanthroline-2,9-Di-S-methylhydrazinecarbodithioate (0.100 g, 0.21 mmol) was dissolved in THF (30 mL) with heat until a clear solution was formed. Then a solution of ZnCl 2 (0.015 g, 0.11 mmol) in THF (5 mL) was added dropwise to the carbodithioate solution. The resulting mixture was refluxed for 2-4 hrs. After completion of the reaction, as indicated by TLC, the reaction mixture was allowed to cool to room temperature. The solvent was evaporated under reduced pressure. The product was washed with ether and dried under vacuum. Recrystallization from DMSO yielded white crystals suitable for diffraction (0.076 g, 95%Y). 178, 159, 144, 141, 138, 130, 128, ): 3230 (N-H), 1196 (C-O), 3100-3000(C-H), 1600-1500 (aromatic C=C), 1373 (C=S).
Refinement
One large residual peak near the DMSO solvent molecule appears to indicate an alternate position of the S atom (an inversion of the DMSO pyramid). The disorder of the S atom was refined to an occupancy of less than 5% for the minor position; the minor occupancy of the lighter atoms of the solvent molecule were not included in the model. Non-hydrogen atoms were refined with anisotropic thermal parameters, and hydrogen atoms were included in calculated positions (riding model) with U iso set to 1.2 times the U eq of the parent atom. Refinement on F2 by full-matrix least-squares resulted in R1 = 0.0727 and wR2 = 0.1729 for 2742 reflections with I > 2σ (I).
Computing details
Data collection: CrystalClear (Pflugrath, 1999 ); cell refinement: CrystalClear (Pflugrath, 1999) ; data reduction:
CrystalClear (Pflugrath, 1999 (Farrugia, 2012) ; software used to prepare material for publication: WinGX (Farrugia, 2012) and publCIF (Westrip, 2010) . ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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